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Fig. S1: Upset plot of combinations of gene families shared between 
Symbiodinium ‘fitti’ and 11 other Symbiodiniaceae assemblies. Gene 
families shared between S. ‘fitti’ and the 11 other Symbiodiniaceae 
assemblies are highlighted in coral. The gene families shared between S 
‘fitti’ and the six other assemblies from the genus Symbiodinium are 




































Fig. S3: The lack of differentiation of the S. ‘fitti’ psbA non-coding region 
by host taxa indicates that the genomic (SNP) variation is at the sub-
species level. The psbA non-coding region is a commonly used marker 
used to help delimit Symbiodinium species, including distinguishing S. 
tridacnidorum (A3, close relative of S. ‘fitti’) from other species in the 
genus (Lee et al 2015). Samples from different host taxon are denoted 
by point color and point shape reflects geographic location. Values 









Fig. S4: Principal component analysis (PCA) of 5,067 Symbiodinium ‘fitti’ 
SNPs under selection illustrates genomic differentiation by host taxon. 
Ellipses represent 95% confidence intervals for the multivariate 
distribution of each host taxa. Samples from different host taxon are 
















Fig. S5: Principal component analysis (PCA) of 16,536 Symbiodinium 
‘fitti’ SNPs in gene regions does not illustrate genomic differentiation by 
host taxon. Ellipses represent 95% confidence intervals for the 
multivariate distribution of each host taxa. Samples from different host 
















Fig. S6: Principal component analysis (PCA) of 58,583 genotyping 
Symbiodinium ‘fitti’ SNPs from 26 samples with depth information. 
Samples from different host taxon are denoted by point shame 
whereas point size and color reflect sampling depth.  
 
